ABSTRACT Klebsiella pneumoniae is a Gram-negative bacterium that can be found in the environment, as well as on mucosal surfaces of humans and animals. Here, we report the genome sequence of five K. pneumoniae isolates from substrate samples and bird feces collected in the Subantarctic Islands of New Zealand.
those found in other studies on clinical human isolates (11) , suggesting that the isolates have pathogenic potential. This further suggests that the environment and birds may be possible reservoirs of this pathogen. The ST of the environmental isolates from this study was different from that in previous reports on other environmental isolates (12), suggesting genetic diversity of this bacterium in the environment (13) . These are the first whole-genome sequences of K. pneumoniae isolated from birds and environmental substrate samples from the Subantarctic Islands. The data from this study will provide information on genomic relationships between isolates from animals and environmental isolates in the Subantarctic and help to inform future research on the role of K. pneumoniae in harsh non-human-dominated island environments.
Data availability. The whole-genome shotgun sequences described here have been deposited in DDBJ/ENA/GenBank under the accession numbers listed in Table 1 . Raw sequence reads have been deposited in the NCBI Sequence Read Archive under the accession numbers listed in Table 1 .
